Figure S7. Arrangement of selected genetic loci containing VimA-related proteins.
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Nitrosomonas eutropha C91

Nitrosomonas eutropha C91, complete genome
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Nitrosococcus oceani ATCC 19707, complete genome

GenBank: CP000127.1
GenBank FASTA
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Desulfovibrio vulgaris DP4 plasmid pDVULO01, complete sequence

GenBank: CP000528.1
GenBank FASTA
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Pseudomonas mosselii strain SC006 Scaffold4, whole genome shotgun sequence

GenBank: VAUO01000004.1

Pseudomonas mosselii strain SC006 Scaffold4
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Aeromonas veronii strain FC951 chromosome, complete genome

GenBank: CP03256391
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Vibrio cholerae strain S12 VCS12_contig000003_Vibrio_cholerae_strain_S-12, whole genome shotgun

sequence
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